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melanogaster, 763 
Apo B, genotype-phenotype relationships, 525 
Broad-Complex, ecdysone-induced puffing cascade, 
Drosophila salivary glands, 169 
cell division, polar morphogenesis, Caulobacter cres- 
centus, 623 
COX3, site-directed mutagenesis, yeast, 659 
engulfment of cell corpses, programmed cell death, 
Caenorhabditis elegans, 79 
flow, breeding tactics, diversity within populations, 
573 
GALI, repeated use for gene disruption, Candida 
albicans, 19 
GAL11 and GRR1, SUC2 expression, yeast, 675 
Globulin-1, allelic polymorphism, maize, 863 
lacI, spontaneous mutation, Escherichia coli, 317 
male sterility-associated pef, normal atp9-1 gene 
and, petunia, 885 
neutral, genealogy, geographically structured pop- 
ulation, 585 
neutral variance, within and between populations, 
quantitative character, 535 
perspectives, 313 
pha-1, organ-specific differentiation, Caenorhabditis 
elegans, 69 
d ren, chain bias, Escherichia coli, 611 
Sex combs reduced 
embryonic and imaginal stages of development, 
Drosophila melanogaster, 443 
functional and structural analysis, Drosophila me- 
lanogster, 423 
singed, structure and transcription, Drosophila mel- 


anogaster, 1073 
submicroscopic deletion of Phl, DNA fragment, 
257 
swi6, prohibition of meiotic recombination, "cold 
spot” of fission yeast, 1033 
Sxl, female-specific lethal mutations, Drosophila mel- 
anogaster, 371 
temporally transcribed chemotaxis, genetic analysis, 
Caulobacter crescentus, 333 
trans-acting regulatory, white/brown/scarlet loci, 
Drosophila, 463 
vermilion, splicing of retrotransposon insertions, 
Drosophila melanogaster, 1137 
yellow-achaete, distal portion of X chromosome, Dro- 
sophila, 1147 
Genetic gain, multistage selection, orthogonal trans- 
formation, 963 
Genome 
chromosome rearrangement, ectopic recombina- 
tion, Drosophila melanogaster, 1073 
genetic analysis of major segment [LGV(left)], Cae- 
norhabditis elegans, 735 
host stability, doubling Ty] element copy number, 
yeast, 1043 
micronuclear rearrangements, Tel-1 transposon- 
like elements, Tetrahymena thermophila, 57 
tomato, Ac transposition, clusters of insertions, 833 
Genomic imprinting, escape from, mouse T-associated 
maternal effect locus, 1159 
Genotype-phenotype relationships, Apo B gene region, 
525 
Germline 
embryonic, sexual dimorphism, Drosophila melano- 
gaster, 203 
normal development, grandchildless loci, Caenor- 
habditis elegans, 1061 
selection, population genetic aspects, sexual/asexual 
life cycle, 1167 
Glucose, GALI1 and GRR1, SUC2 expression, yeast, 
675 
Gonad, dysgenesis, sexual dimorphism in embryonic 
germline, Drosophila melanogaster, 203 
Guanine, N7 adducts, mutagenesis, acridine mutagen 
ICR-191, 981 


Hairpin, stable, seven-base-pair inverted repeats in 
DNA, yeast, 669 
Haplotypes, t, chromosome 17 hybrid sterility locus, 
mouse, 237 
Heterokaryosis, expression of meiotic drive elements, 
Spore killer-2 and Spore killer-3, asci of Neuro- 
spora tetrasperma, 25 
Heteronoatia binoei, origin and evolution, partheno- 
genesis, 211 
Hitchhiking 
selection and disequilibrium analysis, three-linked 
loci, application to HLA data, 931 
us. selection, major alleles of Esterase-5, Drosophila 


— 


pseudoobscura, 145 


yellow-achaete region, distal portion of X chromo- 
some, Drosophila, 1147 
HLA complex 
three-locus systems 
additional constraints, pairwise disequilibria, 925 
selection, hitchhiking and disequilibrium, 931 
Homo sapiens, low nucleotide diversity, 513 
Hybrid dysgenesis 
gonadal dysgenesis, sexual dimorphism in embry- 
eaic germline, Drosophila melanogaster, 203 
maternally inherited regulation, P elements, Dro- 
sophila melanogaster, 501 


ICR-191, mutagenesis, guanine N7 adducts, Esche- 
richia coli, 981 
Insertions, retrotransposon, splicing from transcripts, 
Drosophila melanogaster vermilion gene, 1137 
Inversion 
ability of bacterial chromosome segment, included 
material rather than flanking sequence, Salmo- 
nella typhimurium, 1021 
chromosomal, polymorphisms and linkage disequi- 
librium, Drosophila mediopunctata, 773 
large, inversely oriented IS? elements, Escherichia 
coli, 639 
naturally occurring pericentric, lack of underdom- 
inance, Drosophila melanogaster, 791 
termini in Escherichia coli, mapping by transposons, 
631 
Invertase, depression of SUC2 expression, GAL11 and 
GRRI1, yeast, 675 


Kinensin-like proteins, lethal(1)TW-6° mutation, Dro- 
sophila melanogaster, 409 


Linkage, symmetric model, sex determination, 297 
Linkage disequilibrium, analysis of chromosomal in- 
version polymorphisms, Drosophila mediopunc- 
tata, D. subobscura, 773 
Locus 
bli-4 (i), mutations, Caenorhabditis elegans, 95 
Enhancer of split, early neurogenesis, Drosophila mel- 
anogaster, 803 
grandchildless, requirement for normal germ-line 
development, Caenorhabditis elegans, 1061 
head involution defective, embryonic head involution, 
Drosophila, 783 
lac and cdd, inversely oriented IS3 elements, Esch- 
erichia coli, 639 
mtr, spontaneous mutation, Neurospora, 39 
rosy 
DNA sequence polymorphisms, Drosophila mela- 
nogaster, 779 
Drosophila melanogaster, 1099 
Sd, components of segregation distortion, Dro- 
sophila melanogaster, 133 
Sex combs reduced 
embryonic and imaginal stages of development, 


Drosophila melanogster, 443 
functional and structural analysis, Drosophila mel- 
anogaster, 423 
singed, structure and transcription, Drosophila mel- 
anogaster, 1073 
T-associated maternal effect, escape from genomic 
imprinting, mouse, 1159 
three- 
additional constraints, pairwise disequilibria, 925 
selection/hitchhiking/disequilibrium, HLA data, 
931 
white/brown/scarlet, trans-acting regulatory gene, 
Drosophila, 463 


Macronucleus, mutants affecting processing of DNA, 
paramecium, 47 
Maize 
Ac-Ds family, chromosome breakage by pairs, trans- 
poseable elements, 855 
Globulin-1 gene, molecular basis, allelic polymor- 
phism, 863 
meiotic instability of R-r complex, displaced intra- 
genic exchange, 271 
regulatory transposon, Mutator transposeable ele- 
ment system, 261 
somatic mutability of al-MUM2 allele, cloning, Mu- 
tator transposeable element MuA2, 845 
teosinte and, genetic analysis, morphological differ- 
ences, 285 
Maltodextrins, mutant bias in nonlethal selections, 
selective recovery, Escherichia coli, 647 
Mapping 
linkage, mathematical model of interference, yeast, 
597 
location of ARS elements, circular derivative of 
yeast, 343 
Maternal effect, maternal environment, Y chromo- 
some effect on intermale aggression, mouse, 
231 
Mathematical model, interference, construction of 
linkage maps, yeast, 597 
Mating 
suppressor of silencing defects, SUM1-1, yeast, 658 
tactics, gene flow and breeding, diversity within 
populations, 573 
Meiosis, prohibition of recombination, swi6 gene, 
cold spot” of fission yeast, 1033 
Meiotic drive 
components of segregation distortion, Drosophila 
melanogaster, 133 
elements Spore killer-2 and Spore killer-3, asci, Neu- 
rospora tetrasperma, 25 
Meiotic instability, R-r complex, displaced intragenic 
exchange, maize, 271 
Metabolic control theory, mutation-selection balance, 
909 
Metamorphosis, Broad-Complex, related proteins con- 
taining zinc fingers, Drosophila melanogaster, 


385 
Migration, gene flow and breeding tactics, gene di- 
versity within populations, 573 
Mismatch repair system 
control of large chromosomal duplications, Esche- 
richia coli, 327 
methyl-directed, recombinagenic processing, Esch- 
erichia coli, 1007 
Mitochondria 
geographic distribution and inheritance, cyto- 
plasmic incompatibility types, Drosophila simu- 
lans, 399 
translation initiation codon, site-directed mutage- 
nesis, yeast, 659 
Mitosis, crossing over in yeast, segregation, recombi- 
nant chromatids, 359 
Morphogenesis, polar, cell division genes, Caulobacter 
crescentus, 623 
Mouse 
chromosome 17 hybrid sterility locus, origin of ¢ 
haplotypes, 237 
development of embryonic and extraembryonic ec- 
toderm, albino-deletion complex, 825 
T-associated maternal effect locus, escape from gen- 
omic imprinting, 1159 
Y chromosome effect on intermale aggression, de- 
pendence, maternal environment, 231 
Mutagenesis 
genetic analysis of major segment [LGV(left)], Cae- 
norhabditis elegans, 735 
molecular basis of difference in Adh expression, 
allozyme polymorphism, Drosophila melano- 
gaster, 481 
site-directed, mitochondrial translation initiation 
codon, yeast, 659 
specificity of base substitutions, acridine mutagen 
ICR-191, guanine N7 adducts, 981 
Mutants 
bias in nonlethal selections, Escherichia coli, 647 
processing of DNA, macronuclear development, 
Paramecium, 47 
rec2, extrachromosomal recombination, Ustilago 
maydis, 1153 
Mutation 
albino-deletion complex, embryonic and extraem- 
bryonic ectoderm, mouse, 825 
bli-4 (I) locus, Caenorhabditis elegans, 95 
calmodulin, intragenic suppressor, Paramecium 
tetraurelia, 717 
deletion of inverted repeated DNA, Escherichia coli, 
991 
female-specific lethal, gene Sxl, Drosophila melano- 
gaster, 371 
female sterile, second chromosome, Drosophila mel- 
anogaster, 1119 
grandchildless loci, normal germline devel:pment, 
Caenorhabditis elegans, 1061 
length, hot spot region, wheat chloroplast DNA, 


873 
lethal(1)TW-6°, ATP-binding domain, Drosophila 
melanogaster, 409 
Mutator transposeable element system, regulatory 
transposon, maize, 261 
-selection balance, metabolic control theory, 909 
spontaneous 
lacI gene, 317 
mtr locus, Neurospora, 39 
source of small repeats, genomic DNA, 563 
Mutators, transient, semiquantitative analysis, trans- 
lation and transcription errors, 957 


Neurogenesis, early, Enhancer of split locus, Drosophila 
melanogaster, 803 

Neurospora, 39 

Neurospora tetrasperma, 25 

Nucleotide, low diversity in man, 513 

Nutrients, deletion of SNF 1, activation of adenylate 
cyclase pathway, yeast mutants, 697 


Oogenesis, female sterile mutations, second chromo- 
some, Drosophila melanogaster, 1119 


Palindrome, seven-base-pair inverted repeats in DNA, 
stable hairpins, yeast, 669 
Paramecium tetraurelia 
calmodulin mutation, intragenic suppressor, 717 
mutants affecting processing of DNA, macronu- 
clear development, 47 
permanent rescue of non-Mendelian mutation, mi- 
croinjection, specific DNA sequences, 727 
Parthenogenesis, origin and evolution, Heteronotia 
binoei, 211 
Perturbation-reperturbation test, selection vs. hitch- 
hiking, major alleles of Esterase-5, Drosophila 
pseudoobscura, 145 
Petunia, male sterility-associated pcf gene, normal 
atp9-1 gene, 885 
Phenotype-genotype relationships, Apo B gene region, 
525 
Plasmid 
extrachromosomal recombination, derangement in 
rec2 mutant, Ustilago maydis, 1053 
sequences regulating larval expression, Adh gene, 
Drosophila melanogaster, 763 
Polymorphism 
age-dependent sexually asymmetric selection, use of 
intrinsic values, 949 
allelic, molecular basis, Globulin-1 gene in maize, 
863 
allozyme, Adh expression, Drosophila melanogster, 
481 
chromosomal inversion, linkage disequilibrium, 
Drosophila mediopunctata and D. subobscura, 
773 
DNA 
natural populations, Drosophila melanogaster, 753 
rosy locus, Drosophila melanogaster, 779 


li 


lack of, selection, Drosophila fourth chromosome, 
1111 
restriction fragment length 
Apo B gene region, genotype-phenotype relation- 
ships, 525 
map and location of ARS elements, circular deriv- 
ative of yeast, 343 
rapid segregation, bovine mtDNA, 247 
Population 
gene diversity, gene flow, breeding tactics, 573 
genetics, sexual/asexual life cycle, germline selec- 
tion, 1167 
geographically 
genes, 585 
geographic distribution and inheritance, cyto- 
plasmic incompatibility types, Drosophila simu- 
lans, 399 
low nucleotide diversity in man, 513 
mutation-selection balance, metabolic control the- 
ory, 909 
natural 
DNA sequence variation and Adh, Drosophila mel- 
anogaster, 489 
genetic structure, Drosophila melanogaster, 753 
genic variation, Drosophila melanogaster, 103 
stable and exponentially growing, pairwise compar- 
isons, mitochondrial DNA sequences, 555 
variance of neutral genetic variances, quantitative 
character, 535 
Poxvirus-infected cells, heteroduplex DNA forma- 
tion, replication and recombination, 7 
Protein kinase, deletion of SNFI, adenylate cyclase 
pathway, nutrient response of yeast, 697 
Pseudohomothallism, expression of meiotic drive ele- 
ments, Spore killer-Z and Spore killer-3, asci of 
Neurospora tetrasperma, 25 


structured, genealogy, neutral 


Receptors-tyrosine kinases, interallelic complementa- 
tion among DER/fld alleles, Drosophila, 191 
Recombination 

chain bias in chi-stimulated heteroduplex patches, 
\ ren gene, Escherichia coli, 611 

ectopic, chromosome rearrangement, Drosophila 
melanogaster, 1073 

extrechromosomal, derangement in rec2 mutant, 
Ustilago maydis, 1053 

intragenic, DNA sequence polymorphisms, Droso- 
phila melanogaster, 779 

large inversion in Escherichia coli, inversely oriented 
IS3 elements, lac and cdd, 639 

linkage in a symmetric model, sex determination, 
297 

meiotic, swi6 gene, "cold spot” of fission yeast, 1033 

meiotic instability of R-r complex, displaced intra- 
genic exchange, 271 

replication and, heteroduplex DNA formation, pox- 
virus-infected cells, 7 

segregation of recombinant chromatids, mitotic 


crossing over, yeast, 359 
Reproduction, sexual/asexual life cycle, population 
genetic aspects, germline selection, 1167 
Retrotransposon 
prohibition of meiotic recombination, swi6 gene, 
cold spot” of fission yeast, 1033 
splicing of insertions from transcripts, vermilion 
gene, Drosophila melanogaster, 1137 
Revertants 
head involution defective locus, Drosophila melano- 
gaster, 783 
splicing of retrotransposon insertions, transcripts, 
Drosophila melanogaster vermilion gene, 1137 


Saccharomyces cerevisiae, 343, 359, 597, 659, 669, 675, 
685. 697, 1033, 1043 
Salivary glands, ecdysone-induced puffing cascade, 
Drosophila, 169 
Salmonella typhimurium, 1021 
Sampling, variance of neutral genetic variances, 
within and between populations, quantitative 
character, 535 
Schizophyllum commune, mushroom-inducing DNA se- 
quence, 707 
Segregation distortion, components of, Drosophila 
melanogaster, 133 
Selection 
age-dependent sexually asymmetric, use of intrinsic 
values, 949 
balance, mutation, metabolic control theory, 909 
distal portion of X chromosome, hitchhiking of yel- 
low-achaete region, Drosophila, 1147 
hitchhiking and disequilibrium analysis, three- 
linked loci, application to HLA data, 931 
lack’ of polymorphism, Drosophila fourth chromo- 
some, 1111 
multistage, genetic gain, orthogonal transforma- 
tion, 963 
-mutation-drift theory, synonymous codon usage, 
Escherichia coli, 897 
nonlethal, mutant bias, Escherichia coli, 647 
vs. hitchhiking, major alleles of Esterase-5, Droso- 
phila pseudoobscura, 145 
Serotypes, mutants affecting processing of DNA, Par- 
amecium, 47 
Sex determination, linkage in a symmetric model, 297 
Sexual assymmetry, age-dependent selection, use of 
intrinsic values, 949 
Sexual dimorphism, gonadal dysgenesis, embryonic 
germline, Drosophila melanogaster, 203 
Spermatogenesis, components of segregation distor- 
tion, Drosophila melanogaster, 133 
Spore killers, Spore killer-2 and Spore killer-3, meiotic 
drive elements, asci of Neurospora tetrasperma, 
25 
Sterility, chromosome 17 hybrid sterility locus, origin 
of t haplotypes, mouse, 237 
Sturtevant, Alfred Henry, crosses between Drosophila 


melanogaster, Drosophila simulans, | 
Suppressors 
organ-specific differentiation gene pha-1, Caenor- 
habditis elegans, 69 
Rex, repeated neomorphic loci, Drosophila melano- 
gaster ribosomal DNA, 119 
Synapsis, meiotic instability of R-r complex, displaced 
intragenic exchange, 271 


T-DNA, Ac transposition, clusters of insertions, to- 
mato gene, 833 
Teosinte, maize and, genetic analysis, morphological 
differences, 285 
Tetrahymena thermophila, Tel-1 transposon-like ele- 
ments, micronuclear genome rearrangements, 
57 
Tomato, genome, Ac transposition, clusters of inser- 
tions, 833 
Transcription, ecdysone-induced puffing cascade, 
Drosophila salivary glands, 169 
Transposeable element 
chromosome breakage by pairs, Ac-Ds family, maize, 
855 
doubling Ty/ element copy number, host genome 
stability, yeast, 1043 
Mutator, regulatory transposon, maize, 261 


Mutator MuA2, somatic mutability of al-Mum2 al- 


lele, maize, 845 

P, maternally inherited regulation, Drosophila mel- 
anogaster, 501 

Transposon 

chromosome rearrangement, ectopic recombina- 
tion, Drosophila melanogaster, 1073 

-like elements Tel-1, micronuclear genome re- 
arrangements, Tetrahymena thermophila, 57 

mapping, inversion termini, Escherichia coli, 631 

prohibition of meiotic recombination, swi6 gene, 


”cold spot” of fission yeast, 1033 
Tyrosine kinase-receptor, interallelic complementa- 
tion among DER/flé alleles, Drosophila, 191 


Ultraviolet light, photoproducts in nonreplicating 
phage DNA, recombinagenic processing, Esch- 
erichia coli, 1007 

Ustilago maydis, derangement in rec2 mutant, extra- 
chromosomal recombination, 1053 


Wheat 
chloroplast DNA, hot spot region, length muta- 
tions, 873 
polyploid, DNA fragment, submicroscopic deletion 
of Ph1, 257 


Xanthine dehydrogenase, rosy locus, Drosophila mela- 
nogaster, 1099 


Yeast 

analysis of circular derivative chromosome II], map, 
location of ARS elements, 343 

doubling Ty/ element copy number, host genome 
stability, phenotypic effects, 1043 

GAL11 and GRR1, SUC2 expression, 675 

mathematical model of interference, construction, 
linkage maps, 597 

mat2-mat3 “cold spot”, swi6 gene, prohibition of 
meiotic recombination, 1033 

mutations which activate adenylate cyclase pathway, 
deletion of SNF1, nutrient response, 697 

seven-base-pair inverted repeats in DNA, stable 
hairpins, 669 

site-directed mutagenesis, mitochondrial translation 
initiation codon, 659 

SUM1-1, suppressor of silencing defects, 685 


Zinc, fingers, Broad-Complex, Drosophila melanogaster, 
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